the available setups are named "two class time course", which uses time series data in two classes as input, and "multiclass", which uses non-time series data in more than two classes as input. Since, our datasets represent multiclass time series experiments, SAM's strategy had to be specifically adapted. We decided to treat our problem as a "two class unpaired time course" problem. For that purpose, as input, we took the positive and negative sets, as defined for the rSNR calculation. SAM's output is a list of significantly "up-regulated" and "down-regulated" genes between the positive and negative set, with scores. This list contained from 100 to 2000 genes, depending on the input. Since we measured the performance of the rSNR for various, fixed numbers of genes, and to make our results comparable, we employed two methods. Assuming we are computing the classification accuracy for N genes:
1. SAM + Random: If SAM resulted in n genes, where n < N, we randomly sampled N-n genes among the remaining genes, and computed the classification accuracy on the set including both SAM's and randomly sampled genes, for a total of N. if SAM resulted in n genes, where n > N, we selected N genes, based on SAM's score.
2. SAM: Classification was done exclusively on the genes returned by SAM. For each experimental condition, we counted the number of genes involved in classification. Finally, we computed the average of the number of genes involved in classification.
SAM
was implemented using the R package "samr" (http://cran.rproject.org/web/packages/samr/index.html). As shown in the following figure, in our setup, SAM performed systematically worse than the rSNR.
